Supporting Information Figure S1
Revised timeline and distribution of the earliest diverged human
maternal lineages in southern Africa
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Contemporary mtDNA sequencing (n=77) statistics
Summary: 100 base reads, 16569 base genome, overlapping amplicons
Average coverage: 1,421-fold; Coverage range: 227-fold to 5,217-fold
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Fig. S1. Sequencing statistics for 77 contemporary L0 mtDNAs. Method used was long-range
amplification, barcoding and pooled Illumina GAIIx sequencing. The median number of reads and
matched reads are depicted as box plots with upper and lower ranges. Average length was 100 bases,
generating mtDNA coverage ranging from 227-fold to 5,217-fold (average of 1,421-fold).



